The protein extract of S. mansoni adults was subjected to LC-MS/MS analysis to identify peptide fragments specific for SmPOP. The protein extract was precipitated with acetone and digested with trypsin or chymotrypsin. Digests were analyzed on a UltiMate 3000 RSLCnano system (Dionex) coupled to a TripleTOF 5600 mass spectrometer with a NanoSpray III source (AB Sciex). The first dimension column was an Acclaim PepMap 100 column (5 μm, 2 cm × 100 μm ID, Dionex) and the second dimension column was an Acclaim PepMap 100 analytical column (3 μm, 15 cm × 75 μm ID, Dionex). The mass data were processed by the ProteinPilot Software 4.5 (AB Sciex).
